.
Oligonucleotide primers used in this study.
Primers used in the selection of arc mutants were as described in Crumpton-Taylor et al. (2012) . Gene-specific sequences for Gateway® primers are in bold.
Experiment
Oligonucleotide Table S2 .
Starch synthase activities and chlorophyll contents of ss4 mutants.
Measurements were made on mature, non-flowering rosettes. Starch synthase activity was measured on freshly prepared leaf extracts by a modification of the resin method of Jenner et al. (1994) .
Values are means ± SE of measurements on five rosettes for each genotype. Table S3 .
ADPglucose contents of mature and immature leaves of ss4 mutants.
ADPglucose contents of two different ss4 T-DNA insertion mutants, and of mature and young leaves from the same, mature, non-flowering rosettes. Values are means ± SD of measurements on five plants for each genotype for the batch of plants in the upper part of the Chain length (dp) Chain length (dp) , and the merged g p g ( ) p y ( ) g images (right). (c) GS and endogenous starch synthase activities detected by non-denaturing PAGE Soluble extracts of leaves were loaded onto native 7 5% polyacrylamide gels containing PAGE. Soluble extracts of leaves were loaded onto native 7.5% polyacrylamide gels containing 0.3% (w/v) glycogen. For wild-type (Col) and ss3ss4, lanes contain material from 100 µg fresh weight The three lanes for the GS expressing line contain material from 25 50 and 100 µg weight. The three lanes for the GS-expressing line contain material from 25, 50 and 100 µg fresh weight. After electrophoresis and incubation in a medium containing 1 mM ADPG, activities were detected by iodine staining. GS and endogenous SS1 and SS3 activities are marked. (d) Chain-length distribution of starch isolated from wild-type plants (black symbols) and ss3ss4 lines expressing Agrobacterium GS (grey symbols) Left GS-2-2 Right and ss3ss4 lines expressing Agrobacterium GS (grey symbols). Left, GS 2 2. Right, GS-5-3. Starch was debranched with isoamylase and pullulanase and analysed by HPAEC PAD Peak areas ere s mmed and the areas of indi id al peaks e pressed as HPAEC-PAD. Peak areas were summed and the areas of individual peaks expressed as a percentage of the total. Values are means ± SE of measurements on four (wild-type, GS-5-3) or three (GS-2-2) independent samples. Turnover is end-of-day minus end-of-night starch contents calculated from (h) (j) Starch synthase activities detected by non-denaturing PAGE contents, calculated from (h). (j) Starch synthase activities detected by non denaturing PAGE. Soluble extracts of leaves (equivalent fresh weight in each lane) were loaded onto native 7 5% polyacrylamide gels containing 0 3% (w/v) glycogen For all genotypes except ss4 the 7.5% polyacrylamide gels containing 0.3% (w/v) glycogen. For all genotypes except ss4, the two lanes contain extracts from separate plants. After electrophoresis and incubation in a medium containing 1 mM ADPG, activities were detected by iodine staining. Note that band pattern and intensity is essentially the same in all genotypes. p y y g y p All extracts contained the same mg tissue per ml extraction medium. Experimental details are as in contained the same mg tissue per ml extraction medium. Experimental details are as in (a). Each harvest was immediately prior to dex treatment on days 1-5; wild-type (WT) plants were also harvested on day 10 Blots were probed with purified SS4 antibodies plants were also harvested on day 10. Blots were probed with purified SS4 antibodies, raised against a unique 14-amino-acid peptide. These immunoblots are examples only. 
